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Entry information 
Entry name 

Primary accession number 
Secondary accession number 
Integrated into TrEMBL on 
Sequence was last modified on 
Annotations were last modified on 
Name and origin of the protein 
Protein name 
Synonyms 
Gene name 
From 

Taxonomy 



Q8XDC9_ECOS7 
Q8XDC9 

Q7AG40 
March 1,2002 

March 1, 2002 (Sequence version 1) 
February 6, 2007 (Entry version 33) 



Homolog of Salmonella FimH protein 

None 

OrderedLocusNames: ECs1025, Z1290 
Escherichia coli 0157:H7 [TaxlD: 83334] [HAMAP prote* 
Bacteria; Proteobacteria; Gammaproteobacteria; 
Enterobacteriales; Enterobacteriaceae; Escherichia. 

References 

[1] NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA]. 
STRAIN=0157:H7 / EDL933 / ATCC 700927 / EHEC; 

DOI=10.1038/35054089; PubMed=1 1206551 [NCBI, ExPASy, EBI, Israel, Japan] 

Perna NT., Plunkett G. Ill, Burland V., Mau B., Glasner J.D., Rose D.J., Mayhew G.F., Ev 

P.S., Gregor J., Kirkpatrick H.A., Posfai G., Hackett J., Klink S., Boutin A., Shao Y., Miller 

Grotbeck E.J., Davis N.W., Lim A., 53 , Blattner F.R.; 

"Genome sequence of enterohaemorrhagic Escherichia coli 0157:H7. M ; 

Nature 409:529-533(2001). 

[2] 

NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA]. 
STRAIN=0157:H7 / Sakai / RIMD 0509952 / EHEC; 

DOI=10.1093/dnares/8.1.11; PubMed=1 1258796 [NCBI, ExPASy, EBI, Israel, Japan] 
Hayashi T., Makino K., Ohnishi M., Kurokawa K., Ishii K., Yokoyama K., Han C.-G., Ohtsu 
Nakayama K., Murata T., Tanaka M., Tobe T., lida T., Takami H., Honda T., Sasakawa C. 
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Ogasawara N., Yasunaga T., Kuhara S., E3 , Shinagawa H.; 

"Complete genome sequence of enterohemorrhagic Escherichia coli 0157:H7 and genom 
comparison with a laboratory strain K-12."; 
DNA Res. 8:11-22(2001). 

Comments 

Copyright 

Copyrighted by the UniProt Consortium, see http://www.uniprot.org/terms. Distributed under the Creative Comix 
Attribution-NoDerivs License. 

Cross-references 
Sequence databases 

AE005174; AAG55427.1 ; -; [EMBL / GenBank / DDBJ] 

PMR| GenomicDNA. [CoDingSequence] 

tMbL BA000007; BAB34448.1; -; [EMBL / GenBank / DDBJ] 

Genomic_DNA. [CoDingSequence] 
p|R A99757; A99757. 

KIK G85620; G85620. 

3D structure databases 
ModBase Q8XDC9. 
Enzyme and pathway databases 
BioCyc ECOL83334-1:ECS1025-MONOMER;-. 
Organism-specific gene databases 
HOGENOM [Family / Alignment / Tree] 
Family and domain databases 

IPR008966; Adhes_bact. 
InterPro IPR000259; Fimbrial. 

Graphical view of domain structure. 
Gene3D G3DSA:2.60.40.1090; Fimbrial; 1. 

ProDom [Domain structure / List of seq. sharing at least 1 domain] 

Genome annotation databases 

r D nn m0 R 0 wi 0 ,„c BA000007 GR;ECs1025. 
GenomeRev.ews AE005174 - GR; Z ^ QQ 

ucnr- ece:Z1290;-. 
KEGG ecs:ECs1025;-. 
CMR Q8XDC9;Z1290. 
Other 

UniRef View cluster of proteins with at least 50% / 90% / 100% identity. 

Keywords 

Complete proteome. 
Features 

None 

Sequence information 

Length: 326 Molecular weight: 34628 CRC64: 5CB08328B5C23573 [This is a checksum o 
AA Da sequence] 
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Sequence analysis tools: ProtParam, 
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PeptideCutter, Dotlet (Java) 
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